An efficient algorithm for local sequence alignment.
DNA pairwise sequence alignment has been a subject of great interest in the past and still evokes large interest. Recent algorithms have either been slow and sensitive or fast and less sensitive. Here, we present a new algorithm which is fast and at the same time relatively sensitive. To increase the speed, we first build a suffix tree for both sequences and the alignment is triggered by the maximum matching substring. The algorithm employs mismatch seeds to increase both sensitivity and speed in the later stages. We tested our algorithm on randomly generated sequences of length up to 500 thousand and used Rosetta dataset to test the sensitivity of the algorithm.